In the title binuclear centrosymmetric complex, [Cu 2 I 2 -(C 8 H 6 N 4 )(C 18 H 15 P) 2 ]Á2C 3 H 7 NO, the bis-bidentate 2,2 0 -bipyrimidine ligand bridges two copper(I) ions, each additionally bound to an iodide anion and a triphenylphosphane ligand in a distorted tetrahedral N 2 IP geometry. The complex molecules pack in columns parallel to [100] generating cavities occupied by dimethylformamide solvent molecules. Weak C-HÁ Á ÁI hydrogen-bonding interactions help to stabilize the crystal packing. Table 2 Hydrogen-bond geometry (Å , ). 
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Experimental
CuI (1.0 mmol, 0.1904 g), Ph 3 P (1.0 mmol, 0.2623 g) and 2,2′-bipyrimidine (0.5 mmol, 0.0790 g) were reacted in dimethylformamide (35 ml) at 338 K for 2 h. The red solution was then filtered. After a few days, red crystals suitable for X-ray diffraction were obtained by slow evaporation.
Refinement
All H atoms were placed in calculated positions with C-H distances of 0.93 Å (sp 2 carbon atoms), or 0.96 Å (sp 3 carbon atoms). The isotropic displacement parameters were U iso (H) = 1.5U eq (C) for the methyl atoms and U iso (H) = 1.2U eq (C) for all other atoms. The highest remaining electron density is located 0.97 Å from atom I1, and the lowest electron density 0.88 Å from the same atom. The packing of the structure of (I). ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Computing details

[(µ 2 -2,2′-Bipyrimidine)diiodidobis(triphenylphosphane)dicopper(I) dimethylformamide] disolvate
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (
